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G e n e s e q u e n c e a c c e s s i o n n u m b e r. EMBL LN866275 (ITS rDNA), LN866276 (RPB2), and LN866277 (TEF1a). E t y m o l o g y. Named after Czech mycologist Olga Fassatiová (1924 Fassatiová ( -2011 , acclaimed specialist in microscopic fungi. D e s c r i p t i o n o f e x -t y p e c u l t u r e. Colonies on PDA at 25°C at first white, after 10 days Moderate Yellowish Green (#679267) to Dark Yellowish Green (#355E3B). Reverse colourless; no distinctive odour produced. Colony radius on PDA and SNA after 3 days: see Tab. 1. Conidia formed within 4-5 days.
Conidiophores colourless, smooth-walled, with "Pachybasium-like" branching, with short lateral branches in whorls. Phialides ampulliform, (4.0)6.3-7.7(9.6) μm long and (2.2)2.6-3.7(4.6) μm wide. Conidia ellipsoidal to oblong, smooth, (3.0)4.5-5.4(6.4) × (2.2)2.5-3.1(3.3) μm, green to dark green. Chlamydospores absent.
Tab. 1. Colony radius (mm) of Trichoderma fassatiae CCF 5000 at five temperatures after 3 days (n = 5). Roskov et al. (2014) , the genus Trichoderma (Ascomycota, Sordariomycetes, Hypocreales) includes 143 species. In addition, 46 species of Hypocrea were combined into Trichoderma by Jaklitsch & Voglmayr (2013) . These were not yet incorporated in Roskov et al. (2014) .
Morphologically similar species are Trichoderma fertile and T. oblongisporum (Bissett 1991 , Samuels et al. 2012 ). Both species produce chlamydospores.
Four genetic regions were used for identification and phylogenetic positon assessment of strain CCF 5000. The nuclear ribosomal internal transcribed spacer (ITS rDNA) region and partial large ribosomal subunit (LSU rDNA) sequence were amplified using the ITS1/NL4 primer set. The RNA polymerase II gene (RPB2) was amplified with the fRPB2-5F/fRPB2-7cR primer set. DNA isolation, PCR conditions and sequencing of both DNA regions followed Kolařík & Jankowiak (2013) . The translation elongation factor-1a (TEF1a) gene, including the variable introns 4 and 5, was amplified and sequenced using the tef85f/tef954r primer set as described by Hoyos-Carvajal et al. (2009) . One dataset containing RPB2 sequences and two separate datasets for each TEF1a intron were constructed using representative sequences published by Jaklitsch (2011) 
